The TIN package is part of Bioconductor version 3.1, and by using R version 3.2.1 and Bioconductor 3.1, it can be installed by starting R and typing source("http://bioconductor.org/biocLite.R") biocLite("TIN") directly from R.
For previous versions of R, it can be installed manually by downloading the package source file from Bioconductor: http://bioconductor.org/packages/release/bioc/html/TIN.html.
Some methods in the TIN package are based on aroma.affymetrix, so this package must be installed prior to the TIN installation.
Documentation
Reference manual for the TIN package can be found at http://bioconductor.org/packages/release/bioc/vignettes/TIN/inst/doc/TIN.pdf, and a vignette presenting example usage can be downloaded from http://bioconductor.org/packages/release/bioc/vignettes/TIN/inst/doc/TIN.pdf. Figure S1 . Distribution plot of all FIRMA scores in the worked example.
Defining threshold values for when to denote an exon as aberrantly spliced in a particular sample can be challenging. A distribution plot with all alternative splicing (FIRMA) scores in the worked example is included below. In the example, and in our two research articles (references in the main text), we have used the lower and upper 1st percentiles as threshold values to score deviating exon skipping and inclusion. Figure S1 .
